Abstract
genetic pool of a population will be either neutral or nearly so. Behind this reasoning is the ߱ ൏ 1
), while only 10% (48) 
߱ 1
). For genes fitting the nearly-neutral and 2 0 2 diversifying selection models, the mean ߱ across sites was 0.23 ± 0.09 and 0.27 ± 0.12, respectively.
0 3
The rest (176, 35%) did not significantly (0.05 significance level) fit either model, so were deemed to 2 0 4
be under stronger purifying selection, given that ߱ ‫ا‬ 1 selection at synonymous coding (e.g. codon usage bias) is reducing synonymous relative to non-2 1 0 synonymous diversity, however we find no such pattern (Table 1 underestimated across all species (Fig. 3) . This is more apparent in species that have undergone particularly interesting contrasting demographic and molecular evolution patterns in two species: A. Fig. 2a ). This alone could 3 8 3 be explained by differences in their demographic history (Fig. 5) , where the former has suffered a and demography, with comparatively high ܰ ( Fig. 1 and 5 ). While these differences are clear, both The genes that were assayed here were not selected for their specific functions. In fact, they were transcription/expression activities, (2) signalling and transport, and (3) metabolic oxidative processes (Fig. 6) . Many of these functions coincide with divergent regions in the genome of another EM 1 0 fungus (S. brevipes) that are also thought to be under selection (Branco et al. 2015) . We also noted 4 1 1 some functions related to carbohydrate metabolism, specifically with catalytic and hydrolytic 4 1 2 activities (Fig. 6A, B) . These may be compelling because all EM fungi depend on external Table S1 . GO terms of singleton genes with α > 1. 8 8 5 Table S2 . Species, specimen voucher name, and geographic location data for all samples. 
